Abstract
Introduction
dispersal of this species in our study area (mean natal dispersal distance based on a (Blondel, 1999;  genomic regions that are likely subjected to differential selective pressures on different 161 traits (Olano-Marin et al., 2011a), we expect that they (ii) will show more subtle 162 patterns of genetic structure than NTL and (iii) will be less impacted by the different extensive cereal crops and olive groves (Fig. 1) . Accordingly, the study area exhibits 175 considerable habitat heterogeneity resulting in a mosaic-like pattern, a typical landscape 176 configuration of the Mediterranean region (Blondel & Aronson, 1999 (Table 1) . We generated a pairwise matrix of habitat 311 differences considering whether the populations were located in deciduous forests, 312 evergreen sclerophyllous forests, or coniferous forests (Table 1 ). All comparisons 313 within the same habitat type were assigned a value of 0, whereas deciduous vs. 
Spatial genetic structure 351
After sequential Bonferroni corrections, we found that 10 pairwise F ST values were 352 significant for analyses combining genotypic data from NTL and TL markers (Table S2, (Table S2- clusters that are not highly represented in any population ( Fig. 1-2 with geographical distances (all loci: t = 3.55, P = 0.037; NTL: t = 3.94, P = 0.032). was not significantly associated with genetic differentiation estimated at TL (Table 2) .
412
We generated further IBR models progressively increasing resistance for woodlands and we did not find any support for IBE in our study system, suggesting a lack of adaptive 428 micro-evolutionary changes and divergent selection pressures associated with 429 differences in the two environmental components analysed. (Fig. 1) . The only exception was the significant genetic structure 437 observed within Quintos de Mora, which was mostly due to the high genetic 438 differentiation between VAL and GIL and some comparisons between these two and 439 some of the other populations (Fig. 1) . A previous study showed that divergent natural 440 selection has resulted in phenotypic divergence between these two populations, which (Fig. 1). analyses revealed that the most optimal clustering solution for TL was the presence of a 449 single genetic cluster, whereas analyses focused on NTL showed an optimal value of K 450 = 4. These differences were not due to the different number of markers employed or 
Isolation-by-environment

509
Our analyses based on habitat and elevation dissimilarity did not reveal the presence of 510 IBE in our study system, a pattern that may be explained by different reasons. proportions generated by STRUCTURE were represented using pie charts, with each 919 colour indicating a different genotypic cluster. Population codes are indicated in Table   920 1. The inset map shows the location of the study area in the Iberian Peninsula. Table   930 1. 
